for this analysis. As in the original analysis, no single complete haplotype within the LD block was sufficiently common to allow demonstration of disease association on the global level. However, using the sliding window approach, associated haplotypes were identified composed of combinations of SNPs 2 -8. The individual haplotypes which are overtransmitted within each window together form a larger haplotype composed of the alleles 2211122.
Since the publication of the above paper, the authors have identified three typographical errors regarding 
